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Full Genome Sequence of Egg Drop Syndrome Virus Strain FJ 12025 
Isolated from Muscovy Duckling 
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Egg drop syndrome virus (EDSV) strain FJ 12025 was isolated from a 9-day-old Muscovy duckling. The results of the sequence 
showed that the genome of strain FJ12025 is 33,213 bp in length, with a G+C content of 43.03%. When comparing the genome 
sequence of strain FJ12025 to that of laying duck original strain AV-127, we found 50 single-nucleotide polymorphisms (SNPs) 
between the two viral genome sequences. A genomic sequence comparison of FJ12025 and AV-127 will help to understand the 
phenotypic differences between the two viruses. 
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Egg drop syndrome virus (EDSV) was first reported in chickens 
in the 1970s (1). This virus is a member of the genus Atadeno- 
virus under the family Adenoviridae, and it has also been known as 
duck adenovirus 1 (DAdV-1), duck adenovirus A, adenovirus 127, 
and egg-drop-syndrome-76 (EDS-76) virus (2). Although it has 
almost been eliminated from commercial breeders, sporadic out- 
breaks of egg drop syndrome are still reported. EDSV mainly 
causes sudden drop in egg production in laying birds accompa- 
nied by a reduction in egg quality. In 2001, a case was reported in 
young goslings with severe acute respiratory disease in Hungary, 
and the infectious agent was confirmed to be the EDSV by the viral 
isolation, serological and genomic examinations, and experimen- 
tal infection of 1 -day-old goslings (3). Chaetal. (4) also found that 
EDSV caused severe acute respiratory symptoms in 10-day-old 
Pekin ducklings. 

To date, there is only one full-genome sequence of EDSV de- 
posited in the GenBank database, and this genomic information is 
derived from EDSV strain AV-127 (accession no. Y09598), which 
was isolated from laying birds ( 5 ) . We report here the full-genome 
sequence of EDSV strain FJ12025, which was identified from a 
9-day-old Muscovy duckling and is characterized by congestion 
with varying degrees of hyperemia in the liver. Viral DNA was 
extracted from the allantoic fluid of embryonated duck eggs in- 
fected with FJ 1202 5 by using a QIAamp DNA blood mini kit (Qia- 
gen, Valencia, CA) according to the manufacturer's instructions. 
Overlapping fragments of the viral genome sequence were gener- 
ated by PCR using 22 pairs of primers. Overlapping amplicons 
were purified and cloned into pMD18-T vector (TaKaRa) and 
sequenced with genomic analyzer 3730x1 (Applied Biosystems). 
Sequences of the cloned fragments were assembled using the Seq- 
Man programs (Lasergene 7.1; DNAStar, Madison, WI). Gene 
annotation of the EDSV genome was transferred from the strain 
AV-127 genome (accession no. Y09598) using the Genome Anno- 
tation Transfer Utility (GATU) software (6). 



The genome of strain FJ12025 is 33,213 bp in length, with a 
G+C content of 43.03%. It possesses a genomic organization sim- 
ilar to that of EDSV strain AV-127. Twenty-nine genes were an- 
notated, which identified a high homology to other known ade- 
novirus proteins. Phyologenetic analysis based on the main 
proteins indicated that FJ12025 has a close genetic relationship to 
ovine adenovirus D, bovine adenovirus D, and snake adenovirus, 
but is distinct from the aviadenovirus, which has also been con- 
firmed by Hess et al. (5). Compared to the conference strain AV- 
127, 49 single-nucleotide polymorphisms (SNPs) were found in 
the genome sequence. The genome sequence comparison of strain 
FJ12025 and AV-127 will help to understand the phenotypic dif- 
ferences between these two viruses. 

Nucleotide sequence accession number. The complete ge- 
nome sequence of egg drop syndrome virus strain FJ12025 was 
deposited in GenBank under accession no. KF286430. 
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